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Supplementary table 1  - The qPCR-validated regions in STAT6 study 

The presence of the STAT6 binding motif (V$STAT6.01) was determined with the Genomatix 

MatInspector tool using Matrix Library 8.1 and optimized matrix similarity (default settings). 
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Chr11 16 1 yes intragenic yes 

Chr8 10 1 yes <10kb upstream yes 

Chr16 8 1 yes <10kb upstream no 

Chr3 7 2 yes <10kb upstream no 

Chr16 7 1 yes <10kb upstream yes 

Chr6 6 1 yes intragenic yes 

Chr21 6 1 yes intragenic yes 

Chr3 6 0 no intragenic no 

Chr3 5 1 yes intragenic no 

Chr4 5 1 yes <10kb upstream yes 

Chr8 5 1 yes intergenic yes 

Chr19 5 0 yes <10kb upstream no 

Chr14 5 0 no intragenic yes 

Chr15 5 1 no intragenic no 

Chr6 4 0 yes intragenic no 

Chr8 4 1 yes intragenic yes 

Chr16 4 1 yes intragenic yes 

Chr16 4 1 yes intragenic yes 

Chr10 3 2 yes intragenic yes 

Chr16 3 0 yes intragenic yes 

Chr10 3 0 no intergenic no 

Chr2 2 3 no <10kb upstream no 

Chr10 0 0 no intragenic no 

Chr12 0 0 no intragenic no 

Chr20 0 0 no intragenic yes 

 


